In the title compound, C 18 H 16 N 2 O 3 , the dihydroquinoxaline moiety is planar (r.m.s. deviation = 0.0115 Å ) and the majority of the ester substituent is nearly perpendicular to its mean plane. In the crystal, the molecules form oblique stacks along the b-axis direction through slipped -stacking interactions between adjacent dihydroquinoxaline units. C-HÁ Á ÁO hydrogen bonds between the ester substituents on adjacent stacks form thick layers with the stacks on their outside surfaces. These layers extend along the c-axis direction and are coupled through C-HÁ Á Á(ring) interactions. The structure was refined as a two-component twin.
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Structure description
Quinoxaline derivatives are important compounds in medicinal chemistry possessing a wide variety of biological properties such as anticancer (Abbas et al., 2015; Ingle et al., 2013) , antimicrobial (Attia et al., 2013; Vieira et al., 2014; Teja et al., 2016) , anti-inflammatory (Guirado et al., 2012; Burguete et al., 2001) , antidepressant , antiviral (Henen et al., 2012; El-Tombary & El-Hawash, 2014) , antidiabetic (Kulkarni et al., 2012) , antihypertensive (Gupta et al., 2011) and antihistaminic activities (Sridevi et al., 2010) . In addition, it has been reported that the quinoxaline moiety is also an integral part of natural and synthetic antibiotics such as triostin A and echinomycin, known to inhibit the growth of Gram positive bacteria. As a continuation of our studies of quinoxaline derivatives (Ramli et al., 2018) , we report the synthesis and structure of the title compound (Fig. 1) .
data reports
The dihydroquinoxaline moiety is planar to within 0.0221 (13) Å (r.m.s. deviation = 0.0115 Å ). The pendant phenyl ring is inclined to this plane by 19.63 (7) , while the N2/ C15/C16/C17/O2/O3 unit, which is planar to within 0.0078 (16) Å (r.m.s. deviation = 0.005 Å ), is inclined by 88.62 (7) . In the crystal, the molecules form oblique stacks along the b-axis direction through slipped --stacking interactions between the C1-C6 and C1/C6/N1/C7/C8/N2 rings with centroid-centroid separations of 3.8364 (10) Å . This is reinforced by C2-H2Á Á ÁO2 hydrogen bonds. Adjacent stacks are associated by C17-H17BÁ Á ÁO2 and C18-H18BÁ Á ÁO3 interactions, forming thick layers extending along the c-axis direction (Table 1 and Fig. 2 ). Finally, these layers are 'stitched' together by a series of C12-H12Á Á ÁCg3 interactions (Table 1 and Fig. 3 ; Cg3 is the centroid of ring C9-C14).
Synthesis and crystallization
To a solution of 2-oxo-3-phenyl-1,2-dihydroquinoxaline (0.7 g, 3 mmol) in N,N-dimethylformamide (20 ml) were added ethyl Table 1 Hydrogen-bond geometry (Å , ).
Cg3 is the centroid of the C9-C14 ring. 
Figure 2
Detail of the intermolecular interactions viewed along the c-axis direction. C-HÁ Á ÁO hydrogen bonds are shown by black dashed lines while C-HÁ Á Á(ring) and --stacking interactions are shown, respectively, by green and orange dashed lines. Computer programs: APEX3 and SAINT (Bruker, 2016) , CELL_NOW (Sheldrick, 2008a) , SHELXT (Sheldrick, 2015a) , SHELXL2018 (Sheldrick, 2015b) , DIAMOND (Brandenburg & Putz, 2012) and SHELXTL (Sheldrick, 2008b) .
Figure 1
The title molecule with labelling scheme and 50% probability ellipsoids. 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . The structure was refined as a twocomponent twin.
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Special details
Experimental. Analysis of 1517 reflections having I/σ(I) > 12 and chosen from the full data set with CELL_NOW (Sheldrick, 2008) showed the crystal to belong to the monoclinic system and to consist of two components related by a 35.5° rotation about the b axis. The raw data were processed using the multi-component version ofSAINT under control of the two-component orientation filegenerated by CELL_NOW. Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Refined as a 2-component twin. 
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